Figure 1 


GATCAAACTTCTTTTCCATTCAGAGTCCTCTGATTCAGATTTTAATGTTAACATTTTGGAAGACAGTATTCAGAAAAAAAATTTCCTTA 
ATAAAAATACAACTCAGATCCTTCAAATATGAAACTGGTTGGGGAATCTCCATTTTTTCAATATTATTTTCTTCTTTGTTTTCTTGCTA 
CGTATAATTATTAATATCCTGACTAGGTTGTGGTTGGAGGGTTATTACTTTTCATTTTACCATGCAGTCCAAATCTAAACTGCTTCTAC 
TGATGGTTTACAGCATTCTGAGATAAGAATGGTACATCTAGAGAACATTTGCCAAAGGCCTAAGCACAGCAAAGGAAAATAAACACAGA 
ATATAATAAAATGAGATAATCTAGCTTAAAACTATAACTTCCTCTTTAGAACTCCCAACCACATTTGGATC 
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FIG. 2A 
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FIG. 2B 
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PIG. 2C 


1359 1368 1377 1386 1395 1404 

AAC TGC TTC TAC TGA TGG TTT ACA GCA TTC TGA GAT AAG AAT GGT ACA TCT AGA 


1413 1422 1431 1440 1449 1458 

GAA CAT TTG CCA AAG GCC TAA GCA CGG CAA AGG AAA ATA AAC ACA GAA TAT AAT 


1467 1476 1485 1494 1503 1512 

AAA ATG AGA TAA TCT AGC TTA AAA CTA TAA CTT CCT CTT CAG AAC TCC CAA CCA 


1521 1530 1539 1548 1557 1566 

CAT TGG ATC TCA GAA AAA TGC TGT CTT CAA AAT GAC TTC TAC AGA GAA GAA ATA 


1575 1584 1593 1602 1611 1620 

ATT TTT CCT CTG GAC ACT AGC ACT TAA GGG GAA GAT TGG AAG TAA AGC CTT GAA 


1629 1638 1647 1656 1665 1674 

AAG AGT ACA TTT ACC TAC GTT AAT GAA AGT TGA CAC ACT GTT CTG AGA GTT TTC 
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TTC TGA TAG GCA GTG AGG TTA GGG AGC CAC CAG TTA TGA TGG GAA GTA TGG AAT 
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GGC AGG TCT TGA AGA TAA CAT TGG CCT TTT GAG TGT GAC TCG TAG CTG GAA AGT 


2277 2286 2295 2304 2313 2322 

GAG GGA ATC TTC AGG ACC ATG CTT TAT TTG GGG CTT TGT GCA GTA TGG AAC AGG 
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GAC TTT GAG ACC AGG AAA GCA ATC TGA CTT AGG CAT GGG AAT CAG GCA TTT TTG 
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FIG. 2D 
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Figure 3: Protein Sequence for 101P3A1 1. 

MVDPNGNESSATYFILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTIIYIVRTEHSLHEPMYIFLCMLSGIDILISTS 

SMPKMLAIFWFNSTTIQFDACLLQIFAIHSISGMESTVLLAMAFDRYVAICHPLRHATVLTLPRVTKIGVAAVV 

RGAALMAPLPVFIKQLPFCRSNILSHSYCLHQDVMKLACDDIRVNVVYGLIVHSAIGLDSLLISFSYLLILKTVL 

GLTREAQAKAFGTCVSHVCAVFIFYVPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQRI 

LRLFHVATHASEP 
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Figure 4 


Alignment of 101P3A11 (Sbjct) with mouse olfactory receptor S25 (Query) 

Query: 34 GNYTVVTEFILLGLTDDITVSVILFVMFLIVYSVTLMGNLNIIVLIRTSPQLHTPMYLFL 93 

GN + T FIL+GL L +Y + ++GNL II ++RT LH PMY+FL 

Sbjct: 6 GNESSATYFILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTI IYIVRTEHSLHEPMYIFL 65 

Query: 94 SHLAFLDIGYSSSVTPIMLRGFLRKGTFIPVAGCVAQIrCI WAFGrSESFLLASMAYDRY 153 

L+ +DI S+S P ML F T I C+ Q+ + + ES +L +MA+DRY 
Sbjct: 66 CMLSGIDILISTSSMPKMLAIFWFNSTTIQFDACLLQIFAIHSLSGMESTVLLAMAFDRY 125 

Query: 154 VAICSPLLYSTQMSSTVCILLVGTSYLGGWVNAWIFTGCSLNLSFCGPNKINHFFCDYSP 213 

VAIC PL ++T + + + + + G L FC N + + H +C + 

Sbjct: 126 VAICHPLRHATVLTLPRVTKIGVAAVVRGAALMAPLPVFIKQLPFCRSNILSHSYCLHQD 185 


Query: 214 LLKLSCSHDFSFEVIPAJSSGSIIVVTVFIIALSYVYILVSILKMRSTEGRQKAFSTCTS 273 

++KL+C V I S I + +1+ SY+ IL ++L + + E + KAF TC S 

Sbjct: 186 VMKLACDDIRVNVVYGLIVIISAIGLDSLLISFSYLLILKTVLGL-TREAQAKAFGTCVS 244 

Query: 274 HLTAVTLFFGTITFIYVMPQSSYSTDQNK VVS VFYTVVI PMLNPLI YS FRNKEVKE 329 

H+ AV +F+ + FI + +S ++ +++ Y* +V P+LNP++Y + KE+++ 

Sbjct: 245 HVCAVFIFY — VPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQ 302 

Query: 330 AMKKL 334 
+ +L 

Sbjct: 303 RILRL 307 
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Figure 23: Alignment of 101P3A1 1-PHOR-l with the rat GPCR RA1C (gi|3420759). 


Identities = 179/299 (59%), Positives - 231/299 (76%), Gaps = 1/299 (0%) 

PHOR: 14 FILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTIIYIVRTEHSLHEPMYIFLCMLSGIDI 73 

F+LIG+PGLEEA FW FPL S+Y +A+ GN +++IVRTE SLH PMY+FLCML+ ID+ 
RA1C: 11 FMLIGIPGLEEAHFWFGFPLLSMYAVALFGNCIVVFIVRTERSLHAPMYLFLCMLAAIDL 70 

PHOR: 74 LISTSSMPKMLAIFWFNSTTIQFDACLLQIFAIHSLSGMESTVL3LAMAFDRYVAICHPLR 133 

+STS+MPK+LA+FWF+S I FDACL Q+F IH+LS +EST+LLAMAFDRYVAICHPLR 
RA1C: 71 ALSTSTMPKILALFWFDSREITFDACLAQMFFIHALSAIESTILLAMAFDRYVAICHPLR 130 

PHOR: 134 HATVLTLPRVTKIGVAAVVRGAALMAPLPVFIKQLPFCRSNILSHSYCLHQDVMKLACDD 193 

HA VL + IG+ A+VRG+ PLP+ IK+L FC SN+LSHSYC+HQDVMKLA D 

RA1C: 131 HAAVLNNTVTVQIGMVALVRGSLFFFPLPLLIKRLAFCHSNVLSHSYCVHQDVMKLAYTD 190 

PHOR: 194 IRVNWYGLIVIISAIGLDSLLISFSYLLILKTVLGL-TREAQAKAFGTCVSHVCAVFIF 252 

NWYGL 1+ +G+D + IS SY LI++ VL L ++ +AKAFGTCVSH+ V F 
RA1C: 191 TLPNWYGLTAILLVMGVDVMFISLSYFLIIRAVLQLPSKSERAKAFGTCVSHIGWLAF 250 

PHOR: 253 YVPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQRILRLFHVA 311 

YVP IGLS+VHRF D + V++ ++YLL+PPV+NPI+YG KTK+IR R+L +F ++ 
RA1C: 251 YVPLIGLSWHRFGNSLDPIVHVLMGDVYLLLPPVINPIIYGAKTKQIRTRVLAMFKIS 309 
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Figure 24: Alignment of 101P3A11-PHOR-1 with the human prostate specific 
GPCR. (gi | 13540539) 

Identities = 179/299 (59%), Positives = 233/299 (77%), Gaps = 1/299 (0%) 

PHOR: 14 FILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTIIYIVRTEHSLHEPMYIFLCMLSGIDI 73 

F+LIG+PGLE+A FW+ FPL S+Y++A+ GN +++IVRTE SLH PMY+ FLCML+ ID+ 
GPCR: 11 FVLIGIPGLEKAHFWVGFPLLSMYWAMFGNCIVVFIVRTERSLHAPMYLFLCMLAAIDL 70 

PHOR: 74 LISTSSMPKMLAIFWFNSTTIQFDACLLQIFAIHSLSGMESTVLLAMAFDRYVAICHPLR 133 

+STS+MPK+LA+FWF+S I F+ACL Q+F IH+LS +EST+LLAMAFDRYVAICHPLR 
GPCR: 71 ALSTSTMPKI LALFWFDSRE I S FEACLTQMFFI HALS AIEST I LLAMAFDRYVAICHPLR 130 

PHOR: 134 HATVLTLPRVTKIGVAAWRGAALMAPLPVFIKQLPFCRSNILSHSYCLHQDVMKLACDD 193 

HA VL + IG+ AWRG+ PLP+ IK+L FC SN+LSHSYC+HQDVMKLA D 

GPCR: 131 HAAVLNNTVTAQIGIVAWRGSLFFFPLPLLIKRLAFCHSNVLSHSYCVHQDVMKLAYAD 190 

PHOR: 194 IRVNWYGLIVIISAIGLDSLLISFSYLLILKTVLGL-TREAQAKAFGTCVSHVCAVFIF 252 

NWYGL 1+ +G+D + IS SY LI++TVL L ++ +AKAFGTCVSH+ V F 
GPCR: 191 TLPNWYGLTAILLVMGVDVMFISLSYFLIIRTVLQLPSKSERAKAFGTCVSHIGWLAF 250 

PHOR: 253 YVPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQRILRLFHVA 311 

YVP IGLS+VHRF + V++ + 1 YLL+ P PV+N P I + YG KTK+IR R+L +F ++ 

GPCR: 251 YVPLIGLSWHRFGNSLHPIVRWMGDIYLLLPPVINPIIYGAKTKQIRTRVLAMFKIS 309 
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Figure 25: Alignment with human olfactory receptor 511 12 (gi| 14423836) 


Identities = 163/304 (53%), Positives = 214/304 (69%), Gaps = 1/304 (0%) 

PHOR: 7 NESSATYFILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTIIYIVRTEHSLHEPMYIFLC 66 

N + + F+L G+PGLE + WL+ PLC +Y +A+ GN 1+ VR E SLHEPMY FL 
HOR5: 5 NVTHPAFFLLTGIPGLESSHSWLSGPLCVMYAVALGGNTVILQAVRVEPSLHEPMYYFLS 64 

PHOR: 67 MLSGIDI LISTS SMPKM LAI FWFNSTTIQFDACLLQIFAIHSLSGMESTVLLAMAFDRYV 12 6 

MLS D+ IS +++P +L F N+ I FDACL+Q+F IH S MES + LLAM+ FDRYV 
HOR5: 65 MLSFS DVAISMATLPTVLRTFCLNARNITFDACLIQMFLIHFFSMMESGILLAMS FDRYV 124 

PHOR: 127 AICHPLRHATVLTLPRVTKIGVAAWRGAALMAPLPVFIKQLPFCRSNILSHSYCLHQDV 186 

AIC PLR+ATVLT + +G+ A R + PLP IK+LP CRSN+LSHSYCLH D+ 
HOR5: 125 AICDPLRYATVLTTEVIAAMGLGAAARSFITLFPLPFLIKRLPICRSNVLSHSYCLHPDM 184 

PHOR: 187 MKLACDDIRVNWYGLIVIISAIGLDSLLISFSYLLILKTVLGL-TREAQAKAFGTCVSH 245 

M+LAC DI +N +YGL V++S G+D I SY+LIL++V+ +RE + KA TCVSH 
HOR5: 185 MRLACADISINSIYGLFVLVSTFGMDLFFIFLSYVLILRSVMATASREERLKALNTCVSH 244 

PHOR: 246 VCAVFIFYVPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQRIL 305 

+ AV FYVP IG+S VHRF K + V+++N+YL VPPVLNP++Y KTKEIR+ I 

HOR5: 24 5 ILAVLAFYVPMIGVSTVHRFGKHVPCYIHVLMSNVYLFVPPVLNPLIYSAKTKEIRRAIF 304 

PHOR: 306 RLFH 309 
R+FH 

HOR5: 305 RMFH 308 
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